A description of all covariates tested A description of any assumptions or corrections, such as tests of normality and adjustment for multiple comparisons A full description of the statistical parameters including central tendency (e.g. means) or other basic estimates (e.g. regression coefficient) AND variation (e.g. standard deviation) or associated estimates of uncertainty (e.g. confidence intervals)
For null hypothesis testing, the test statistic (e.g. F, t, r) with confidence intervals, effect sizes, degrees of freedom and P value noted Give P values as exact values whenever suitable.
For Bayesian analysis, information on the choice of priors and Markov chain Monte Carlo settings
For hierarchical and complex designs, identification of the appropriate level for tests and full reporting of outcomes Estimates of effect sizes (e.g. Cohen's d, Pearson's r), indicating how they were calculated Our web collection on statistics for biologists contains articles on many of the points above.
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Policy information about availability of computer code
Data collection

Data analysis
For manuscripts utilizing custom algorithms or software that are central to the research but not yet described in published literature, software must be made available to editors/reviewers. We strongly encourage code deposition in a community repository (e.g. GitHub). See the Nature Research guidelines for submitting code & software for further information.
Data Policy information about availability of data
All manuscripts must include a data availability statement. This statement should provide the following information, where applicable:
-Accession codes, unique identifiers, or web links for publicly available datasets -A list of figures that have associated raw data -A description of any restrictions on data availability Mark Carrington Matthew K. Higgins Jan 31, 2020
Data collection and processing software used are described in the methods section and are commercially available or openly accessible.
Data analysis was performed as described in the methods section using commercially available or openly accessible software and code (see Supplementary Data 1). GraphPad Prism version 7 was used to generate graphs, PyMOL for crystallographic structures, and Affinity Photo and Designer to generate figures.
Crystallographic data has been deposited into the Protein Data Bank (PDB) with accession number 6XZ6. The code in this work is deposited on GitHub and details can be found in Supplementary Data 1. All underlying source and raw data can be found in the Source Data file. All other data are available from the authors at request.
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Life sciences study design
All studies must disclose on these points even when the disclosure is negative. Sample sizes for animal and insect model experiments were chosen to yield statistically significant results and are stated in the figure legends or methods section.
No data were excluded from the analysis.
Experimental findings were repeated when stated in the figure legends or methods section. All repeats were successful and described in this work.
Organisms were sorted randomly and independently prior to allocation to and investigation within experimental groups.
Investigators were blinded to the samples when counting and assessing parasitaemia.
The factor H receptor monoclonal antibody and antiserum was generated as described in the methods section. The paraflagellar rod loading control was a kind gift of Keith Gull (Kohl, L., Sherwin, T. & Gull, K. J. Eukaryot. Microbiol. 46, 105-109 (1999) ). All secondary antibodies are commercially available from Jackson Laboratories.
All antibodies were validated within this work using the conditions outlined.
Trypanosoma brucei brucei strain J10 was provided by Wendy Gibson (Gibson, W. C., De, T. F. & Godfrey, D. G. Adv. Parasitol. 18, 175-246 (1980) ). All other cell lines were analysed as cell lysates and provided as described in this work.
Results independent of isolate identity.
Mycoplasma does not contaminate trypanosome cultures.
No commonly misidentified cell lines were used in this work.
